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In Bioinformatics
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[40] Virginie Maire, Céline Baldeyron, Marion Richardson, Bruno Tesson, Anne Vincent-Salomon, Eléonore
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toire national des Arts et Métiers (CNAM), Paris, 2019.

[59] A statistical method to detect abrupt changes in trees. Workshop Change Point Detection: Limit
Theorems, Algorithms, and Applications in Life Sciences. Alfried Krupp Wissenschaftskolleg, Greif-
swald, 2019.

[60] Changepoint detection in the presence of outliers. Statistical Scalability Workshop 2018. Winde-
mere, UK, 2018.

[61] On exact multiple changepoint algorithms. Optimal partitioning and functional pruning. Time Dy-
namic Change Point Models and its Applications. Institut für Mathematische Stochastik der Uni-
versität Göttingen, 2014.

[62] On exact multiple changepoint algorithms. Optimal partitioning and functional pruning. Inference
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